The conifer needle endophyte Phialocephala scopiformis DAOMC 229536 was cultivated in medium containing ground Pinus contorta wood as the sole carbon source. Mass spectrometry analyses identified 590 proteins. The expression of extracellular hydrolases and oxidoreductases indicates a capacity to degrade wood. The results clearly demonstrate the latent saprophytic potential of P. scopiformis.
3% (vol/vol) B to 20% (vol/vol) B over 154 min was used, followed by a 12-min fast gradient from 20% (vol/vol) B to 50% (vol/vol) B, at which time a 5-min flash-out from 50 to 95% (vol/vol) B took place. As peptides eluted from the HPLC-column/electrospray source, survey MS scans were acquired in the Orbitrap spectrometer with a resolution of 120,000, followed by MS2 fragmentation of the 20 most intense peptides detected in the MS1 scan from m/z 380 to 1,800; redundancy was limited by dynamic exclusion. Raw MS/MS data were converted to MGF file format using msConvert (ProteoWizard [6] ) for downstream analysis. The resulting MGF files were used to search against the forward and decoyed-reversed Phialocephala scopiformis protein database via the JGI portal (https://genome.jgi.doe.gov/portal/pages/dynamicOrganismDownload .jsf?organismϭPhisc1) with a list of common lab contaminants (available at ftp:// ftp.thegpm.org/fasta/cRAP) to establish a false-discovery rate (FDR) (37,222 total entries); the in-house Mascot search engine 2.2.07 (Matrix Science) with variable methionine oxidation, asparagine, and glutamine deamidation, plus fixed cysteine carbamidomethylation was used. Scaffold (version 4.7.5; Proteome Software, Inc., Portland, OR) was used for spectral-based quantification and to validate MS/MS peptide and protein identifications. Peptide identifications were accepted if they could be established at greater than 80.0% probability to achieve an FDR of less than 1.0% by the Scaffold local FDR algorithm. Protein identifications were accepted if they could be established at greater than 99.0% probability to achieve an FDR of less than 1.0% and contained at least 2 identified peptides. Protein probabilities were assigned by the ProteinProphet algorithm (7) . Proteins that contained similar peptides and that could not be differentiated based on MS/MS analysis alone were grouped to satisfy the principles of parsimony.
Proteins were functionally classified by the top blastp hits among NCBI NR entries, and these were generally consistent with EMBL-EBI predictions of InterPro domains and secretion signals. Carbohydrate-active enzyme (CAZyme) family assignments were made as described previously (8) . Consistent with the abundance of transcripts most closely related to P. scopiformis in decayed field samples (1), strain DAOMC 229536 utilizes P. contorta wood as a sole carbon source and produced an array of hydrolytic and oxidative enzymes directly involved in lignocellulose degradation (Fig. 1) . Gene expression data are not yet available for related dark septate endophytes (DSEs), but latent saprotrophy may be widespread and merits further investigation. Data availability. The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE (9) partner repository with the data set identifier PXD010720.
